1. Introduction {#sec1-ijms-20-01576}
===============

According to the report of GLOBOCAN 2018, gastric cancer (GC) is the fifth most diagnosed and the third most life-threatening cancer globally. Over one billion new cases and 783,000 death cases are reported this year. In Eastern Asian countries and regions, including China, South Korea and Japan, the incidence is much higher than other countries \[[@B1-ijms-20-01576]\]. The risk factors of GC mainly are *Helicobacter pylori* (*H. pylori*) and Epstein-Barr virus (EBV) infection, smoking, chronic gastritis with glandular atrophy, intestinal metaplasia, and, most importantly, genetic alterations. Unhealthy life styles including high-salt diet, low-vegetable diet, and alcohol intake are strongly associated with GC development \[[@B2-ijms-20-01576]\]. Symptoms of GC are not easily perceived in early stages, directly leading to its poor prognosis.

Gastric adenocarcinoma accounts for the majority of the GC cases. It is histologically classified as intestinal and diffuse type. Based on molecular characteristics, it is also defined as four subtypes, namely EBV-infected tumors, microsatellite instability (MSI) tumors, genomically stable (GS) tumors, and chromosomally instable (CIN) tumors, by The Cancer Genome Atlas (TCGA) project \[[@B3-ijms-20-01576]\]. GC is considered as a multistage disease with complicated genetic and epigenetic alterations \[[@B4-ijms-20-01576]\]. Herein, the changes of oncogenic factors, tumor suppressors, mismatch repair factors, cell adhesion related molecules and cell-cycle regulators contribute to tumor growth and metastasis \[[@B5-ijms-20-01576]\]. A previous study pointed out that CDH17 and APOE mRNAs were correlated with invasion of tumor cells, as well as the lymph node metastasis. FUS, COL1A1, COL1A2, and APOE were also found to be associated with advanced GCs \[[@B6-ijms-20-01576]\]. Another earlier study indicated that twelve highly methylated genes were found to be associated with GC progression \[[@B7-ijms-20-01576]\]. In the last few years, other groups identified a subset of tumor suppresser genes \[[@B8-ijms-20-01576]\] and microRNAs \[[@B9-ijms-20-01576]\] with unique expression patterns in different GC stages and subtypes. These dysregulated genes were considered as prognostic biomarkers, which might serve as druggable targets for intervention therapy. Recently, multiple signaling pathways, such as Wnt/β-catenin, Notch, nuclear factor-κB (NFκB), Sonic Hedgehog (Shh), and epidermal growth factor receptor (EGFR) signaling pathways have been shown to play oncogenic roles in gastric carcinogenesis. These aberrantly activated signaling pathways are deemed to be prominent targets for specific antibodies or small molecules \[[@B10-ijms-20-01576]\]. Among them, Hippo signaling pathway emerges as an important regulator involved in kinds of fundamental physiological development processes and multiple tumor progressions \[[@B11-ijms-20-01576]\]. The signaling transduction of Hippo pathway is regulated by the physical and mechanical context between the cells and the surrounding extracellular matrix \[[@B12-ijms-20-01576],[@B13-ijms-20-01576]\]. It is also known that mechanical mechanisms also promote tumor growth through activating cell proliferation, differentiation and some other cellular events \[[@B14-ijms-20-01576],[@B15-ijms-20-01576],[@B16-ijms-20-01576]\]. In GC, how the mechanotransduction contributes to GC progression has not been comprehensively elucidated. In the present review, we aim to summarize the recent mechanical findings in Hippo pathway and try to reveal its distinguishing role in GC development.

2. The Emerging Role of Hippo Pathway in Solid Tumors Especially in GC {#sec2-ijms-20-01576}
======================================================================

2.1. Main Components of the Hippo Cascade {#sec2dot1-ijms-20-01576}
-----------------------------------------

Mammalian Hippo signaling pathway is evolutionarily conserved and composed of several kinases, mammalian Ste20-like kinases 1 and 2 (MST1/2), and Large tumor suppressor kinase 1 and 2 (LATS1/2) \[[@B17-ijms-20-01576]\]. MST1/2 phosphorylates LATS1/2 and MOB1 (Mobkl1a/b), leading to their activation \[[@B18-ijms-20-01576]\]. The activation of these components are essential for organ size control and tumor growth inhibition \[[@B19-ijms-20-01576],[@B20-ijms-20-01576]\]. Activated LATS1/2 further phosphorylates Yes-associated protein 1 (YAP1) \[[@B20-ijms-20-01576]\] and WW domain that contain transcription regulator 1 (TAZ), which are two oncogenic paralogs related to cancer initiation and development \[[@B21-ijms-20-01576]\]. The phosphorylation of YAP1/TAZ leads its association with 14-3-3, thus YAP1/TAZ is quenched in the cytoplasm. Consequently, its nuclear translocation to promote tumorigenesis is sequestered. Otherwise, the unphosphorylated YAP1 and TAZ will be translocated into the nucleus and bind with TEA domain DNA-binding transcription factors (TEADs), to promote cell proliferation and differentiation \[[@B22-ijms-20-01576],[@B23-ijms-20-01576],[@B24-ijms-20-01576]\]. The key components of Hippo cascade constitute a phosphokinase axis to negatively regulate the downstream effectors to maintain homeostasis and prevent tumor growth \[[@B25-ijms-20-01576]\]. Additionally, some studies demonstrated that YAP1 can also prevent p73 from ubiquitination mediated by Itch \[[@B26-ijms-20-01576]\], thus driving apoptosis and cell death as an outcome of DNA damage \[[@B27-ijms-20-01576]\]. The p73/YAP1 association directly activates the transcription of Promyelocytic leukemia (PML). In turn, PML also interacts with the specific domains of YAP1 to keep its abundance \[[@B28-ijms-20-01576]\]. Hence, apart from cytoplasmic phosphorylation and degradation, YAP1 also exerts anti-tumor effect by inducing apoptosis, which is Hippo pathway independent.

YAP1, also known as Yes-associated protein (YAP65), is a proline-rich modular adaptor initially identified by its binding affinity with the SRC homology 3 (SH3) domain of non-receptor tyrosine kinase c-Yes \[[@B29-ijms-20-01576]\]. It serves as the most crucial transcriptional regulator of Hippo signaling pathway. The activation of YAP1 can be also mediated by mechanical strain. To respond to the mechanical stimulation, activated YAP1 interplays with multiple signaling pathways and triggers various cellular events, including cell proliferation, migration \[[@B30-ijms-20-01576]\], and differentiation \[[@B31-ijms-20-01576]\]. Regarding the development of GC, YAP1 exerts oncogenic role by interacting with TEAD1 and TEAD4 transcription factors \[[@B32-ijms-20-01576]\]. However, the upstream regulators of YAP1 and signaling networks of mechanical stress are unknown. Thus, we here review the recent studies and try to depict how YAP1 senses and responds to the mechanical signals and its potential role in cytoskeleton remodeling in solid tumors including gastric adenocarcinoma.

2.2. Other Factors Participating in Hippo Signaling Pathway {#sec2dot2-ijms-20-01576}
-----------------------------------------------------------

Accumulating evidences demonstrate that the tumor suppressive role of Hippo signaling pathway is also crosstalking with multiple factors and other signaling pathways. Salvador Homolog 1 (SAV1) is a scaffold protein for MST1/2. The phosphorylation of SAV1 facilitates the activation of LATS1/2 \[[@B33-ijms-20-01576]\]. In epithelial cells, E-cadherin is proposed to interact with α-catenin and β-catenin to form a complex, which activates the downstream Hippo signaling pathway to limit the cell growth \[[@B34-ijms-20-01576],[@B35-ijms-20-01576]\]. Similarly, Angiomotin (AMOT) family proteins are important upstream components in Hippo signaling that directly interact with YAP1 and confine its subcellular localization \[[@B36-ijms-20-01576]\]. The LKB1-MARK signaling is demonstrated as a required upstream regulator, which enhances the activation of Hippo signaling pathway and keep YAP1/TAZ from nuclear translocation \[[@B37-ijms-20-01576]\]. [Table 1](#ijms-20-01576-t001){ref-type="table"} summarizes several important components involved in Hippo pathway.

2.3. Dysregulated YAP1 in Gastric Tumorigenicity {#sec2dot3-ijms-20-01576}
------------------------------------------------

The Hippo kinases signaling determines the subcellular localization and nuclear accumulation of YAP1 and TAZ. Breaking the Hippo kinase signaling increases the nuclear translocation of YAP1 or TAZ. It is well known that YAP and TAZ are transcriptional co-regulators that bind with TEADs to form a DNA-binding complex. Dysregulated expression of YAP1 has been reported to promote tumor progression. The abundance of YAP1 in the cytoplasm and nucleus was first described in some specific types of GC \[[@B38-ijms-20-01576]\]. Recently, in vitro and in vivo studies clearly demonstrated the aberrant activation of YAP/TAZ not only drives tumor growth but also is associated with tumor metastasis \[[@B39-ijms-20-01576],[@B40-ijms-20-01576]\]. Intriguingly, under biomechanical cues, cell mobility is driven only by YAP1 but not by TAZ. Although TAZ shares 46% amino acid sequence and similar functional domain with YAP1, it has very distinctive functions \[[@B41-ijms-20-01576]\]. One piece of evidence of this is that TAZ lacks hydrophobic linker sequences in TEAD-binding region \[[@B42-ijms-20-01576]\].

To unravel the underlying mechanism of the oncogenic role of YAP1--TEAD axis, molecular characteristics of YAP1 have been identified. YAP1 is located in Chromosome 11q22 with a recurrent amplification partner cIAP1 in multiple carcinomas, including esophageal squamous cell carcinoma \[[@B43-ijms-20-01576]\], liver cancer \[[@B44-ijms-20-01576]\], a subset of cervical tumors \[[@B45-ijms-20-01576]\] and lung carcinomas \[[@B46-ijms-20-01576]\]. The specific interaction of YAP1 with other binding partners are mediated by its WW domain. Through the WW domain, the expression of proliferation-related genes is transcriptionally activated. PDZ-binding motif of YAP1 is another functional domain mainly responsible for its nuclear translocation, which facilitates the tumorigenesis by activating the related gene expression \[[@B47-ijms-20-01576]\]. Considering that YAP1 has cytoplasmic-nuclear shuttling property, a latest report presents that SET1A-mediated mono-methylation at K342 of YAP1 promotes its accumulation in the nuclei, which serves as a novel mechanism to elucidate how YAP1 nuclear translocation facilitates tumorigenesis \[[@B48-ijms-20-01576]\]. Meanwhile, some important findings point out that multiple oncogenic signaling pathways are crosstalking with YAP1 mediated cascade, including Wnt/β-catenin \[[@B49-ijms-20-01576]\], Notch \[[@B50-ijms-20-01576]\], SRC tyrosine kinase, and transforming growth factor beta (TGF-β) signaling pathways. In β-catenin-driving tumorigenesis, YAP1 forms a complex with β-catenin and a transcription factor TBX5. This complex antagonizes cell apoptosis and enhances cell survival \[[@B51-ijms-20-01576]\]. Moreover, another report indicates the β-catenin/TCF4 complex upregulates YAP1 expression in colorectal cancer (CRC) cells via binding to the promoter region of YAP1 \[[@B52-ijms-20-01576]\]. The crosstalk between YAP1 and Notch signaling has also been highlighted in previous studies. YAP1 upregulates both ligand \[[@B53-ijms-20-01576]\] and receptor \[[@B54-ijms-20-01576]\] of Notch signaling pathway from the transcriptional level. Apart from the canonical Hippo pathway, integrin-SRC tyrosine kinase signaling pathway is another dominant regulator for YAP1 \[[@B55-ijms-20-01576]\]. In squamous epithelium cells, integrins are upstream activators of SRC. Activated SRC drives YAP1 to transfer into the nucleus of the basal layer cells thus to activate the transcription of genes for regenerating or tumor progression. Suppressing this oncogenic signaling might serve as a novel strategy to maintain epithelial homeostasis and inhibit tumor growth \[[@B56-ijms-20-01576],[@B57-ijms-20-01576]\]. SRC phosphorylates and actives YAP1 at three sites to link YAP1 with the tyrosine kinase signaling. The impact of Hippo-YAP1 signaling on TGF-β signaling depends on the subcellular localization and activation status of YAP1/TAZ. Cytoplasmic YAP1/TAZ interacts with SMAD proteins to attenuate the TGF-β induced transformation, while nuclear YAP1/TAZ can also binds with SMAD proteins to augment the stimulatory effects of TGF-β \[[@B58-ijms-20-01576],[@B59-ijms-20-01576]\].

YAP1 has been shown as an initiator and driver and it is highly upregulated in GC patients to indicate poor outcomes \[[@B60-ijms-20-01576],[@B61-ijms-20-01576]\]. The YAP1 nuclear accumulation indicates a worse disease specific survival (DSS). In MKN45, which is a GC cell line with YAP1 homozygous deletion. Ectopic expression of YAP1 induces significant increased abilities of cell proliferation and monolayer colony formation. Invasive phenotypes after YAP1 overexpression were observed in vitro and in vivo \[[@B62-ijms-20-01576]\]. Meanwhile, knocking down YAP1 in GC cell line inhibits the cell proliferation, migration and invasion abilities, suggesting its prominent oncogenic role in GC progression \[[@B63-ijms-20-01576]\]. With the oncogenic role of YAP1 gradually revealed in GC, YAP1 related molecular mechanisms gained extensive attention. As a transcription co-activator, YAP1 directly activates MYC, CTGF and AXL expression. It has been accepted that deregulated MYC critically leads to cell transformation and tumor progression \[[@B64-ijms-20-01576]\]. Activated MYC has been reported to affect early-stage gastric carcinogenesis \[[@B65-ijms-20-01576]\]. Previous studies indicate MYC is a direct downstream mediator of YAP1 \[[@B66-ijms-20-01576]\]. The significant role of YAP1 in initiating gastric carcinogenesis by upregulating MYC has also been addressed \[[@B60-ijms-20-01576]\]. In addition to MYC, the role of YAP1 in gastric carcinogenesis and metastasis also found through cooperating with other adaptor proteins. In GC, overexpressed YAP1 positively correlates with survivin protein expression \[[@B67-ijms-20-01576]\]. Meanwhile, YAP1 promotes the oncogenic transformation by directly interacting with RUNX2 and suppressing p21 expression \[[@B68-ijms-20-01576]\]. It can also exerts promoting property through downstream effector, receptor tyrosine kinase AXL \[[@B69-ijms-20-01576]\]. We previously demonstrated that YAP1's transformation ability is required for constitutive activation of MAPK/ERK signaling cascade \[[@B62-ijms-20-01576]\], which is known as a key signaling cascade regulating cell survival and cell differentiation \[[@B70-ijms-20-01576]\]. Multiple miRNAs have been reported to be involved in GC as tumor suppressors and some of them directly target YAP1. We identified that YAP1 is negatively regulated by miR-15a and miR-16-1, and YAP1/TEAD4-CTGF axis components were co-targeted by miR-375 \[[@B71-ijms-20-01576],[@B72-ijms-20-01576]\]. Dysfunction of these tumor suppressive miRNAs results in YAP1 overexpression and subsequent tumorigenesis.

3. Mechanical Signal Transduction Involved in Hippo Pathway in Cancer Cells {#sec3-ijms-20-01576}
===========================================================================

Mechanical and physical forces are widely existing in the cell--cell contacts and cell microenvironment, regulating multiple physiological events, such as cell proliferation, migration, differentiation, and cell death \[[@B73-ijms-20-01576],[@B74-ijms-20-01576]\]. To understand how these factors affect cells and tissues, much attention has been paid to the cytoskeleton rearrangement and the signal transduction in cells \[[@B75-ijms-20-01576]\]. Mechanical mechanisms are indispensable for tissue generation, and they also exert critical functional roles in tumorigenesis \[[@B76-ijms-20-01576],[@B77-ijms-20-01576],[@B78-ijms-20-01576]\]. How they play such distinctive roles is still under investigation. Apart from the fundamental role of Hippo signaling in development and tumor growth, increasing studies indicate the nuclear YAP1 serves as an effective sensor and responder for mechanical stimulus \[[@B79-ijms-20-01576]\]. Under mechanical context, YAP1 coordinates with E-cadherin, β-Catenin \[[@B80-ijms-20-01576]\], and MYC \[[@B66-ijms-20-01576]\] and integrates multiple signaling pathways to contribute to tumor growth. Here, we summarize the major biomechanical signals and their reciprocal interaction with YAP1.

3.1. Stiffness in Tumor Microenvironment {#sec3dot1-ijms-20-01576}
----------------------------------------

Unlike normal tissues, the tumor microenvironment consists of reconstituted extracellular matrix (ECM), blood vasculature, immune cells, and supporting stromal cells \[[@B81-ijms-20-01576]\]. The increased collagens and other small molecules are commonly found in tumor microenvironment \[[@B82-ijms-20-01576]\]. The interactions of these components provide various chemical signal transductions and intensive physical outputs, which enhances the matrix stiffness in the microenvironment \[[@B83-ijms-20-01576]\]. Increased matrix stiffness is positively correlated with malignancy status in many types of solid tumors. The matrix can crosstalk with Rho/ERK signaling, and focal adhesion (FA) assembly \[[@B76-ijms-20-01576]\]. The localization and activity of YAP1 is constantly regulated by mechanical signals such as cell attachment and ECM. Different from non-tumorous tissues, the reciprocal interaction of YAP1 and substrate rigidity induces genetic, epigenetic and phenotypic changes during tumor progression \[[@B84-ijms-20-01576],[@B85-ijms-20-01576]\]. Mechanical activation of YAP1 leads to uncontrollable growth \[[@B85-ijms-20-01576]\] and metastatic phenotypes of cancer cells \[[@B86-ijms-20-01576]\]. In breast cancer, stiff matrix is found to be associated with poor survival and tumor aggressiveness \[[@B87-ijms-20-01576]\], probably due to the activation of MYC and the suppression of phosphatase and tensin homolog (PTEN) and homeobox A9 (HOXA9) \[[@B88-ijms-20-01576]\]. In endothelial cells, stiffness promotes tumor metastasis via activating the CCN1/CYR61/β-catenin/N-cadherin cascade and enhancing the binding affinity of the tumor cells to the endothelium \[[@B89-ijms-20-01576]\]. CCN1/CYR61 is also noted as a famous downstream target of YAP1 in cancers, contributing to tumor growth \[[@B90-ijms-20-01576]\]. In epithelial cells, matrix stiffness also promotes epithelial--mesenchymal transition (EMT) by activating YAP1 through mechanotransduction pathways. In turn, the activated YAP1 also increases the expression of metalloproteinases to reinforce ECM stiffness \[[@B91-ijms-20-01576]\]. The positive feedback loop of YAP1 and ECM composition not only maintains tumor growth and metastasis, but also antagonizes chemotherapy \[[@B92-ijms-20-01576],[@B93-ijms-20-01576]\]. The situation is quite different in low stiffness matrix condition. Nuclear translocation of YAP1 is attenuated and its oncogenic function is quenched \[[@B85-ijms-20-01576]\]. Most adult epithelial cells are existing in soft substrate with relatively weak proliferative ability. These cells only express extremely low YAP1, and the activation form of YAP1 is quite limited. Tumor development is significantly suppressed in such cells \[[@B94-ijms-20-01576]\]. The regulatory mechanisms are gradually revealed recently. Meng et al. identified that Ras-related GTPase RAP2 was activated under soft stiffness through PDZGEF1 and PDZGEF2. RAP2 stimulates Rho GTPase Activating Protein 29 (ARHGAP29) and MAP4K4, -6, and -7 to phosphorylate MST1/2 and LATS1/2. The phosphorylated LATS1/2 further suppresses YAP1/TAZ activation. RAP2 was identified as a key switch mediating the mechanotransduction pathway to link matrix stiffness to the transcriptional activities \[[@B95-ijms-20-01576]\]. The function of YAP1 was previously shown to be blocked by the interaction with SWI/SNF in the nucleus. ARID1A mediates the formation of this complex. Because of the interaction with SWI/SNF, nuclear YAP1 is unable to bind with TEADs. Moreover, this interaction is related to the actin dynamics. In low stiffness matrix, the formation of filament actin (F-actin) fibers are inhibited, which facilitates the ARID1A-SWI/SNF-YAP1 axis to play functional roles against tumorigenesis \[[@B96-ijms-20-01576]\]. However, Hippo pathway is not involved in ARID1A-SWI/SNF-YAP1 axis.

YAP1 activation plays a critical role in driving tumorigenesis, however how YAP1 interplays with the ECM stiffness to promote GC remains elusive. According to the current studies, rigidity-driven tumor invasion is actin-cytoskeleton and integrin dependent. The actin cytoskeleton has physical connection with the ECM or neighbor cells by means of the FA complex. Integrins interact with the FA complex to link the external forces with actin cytoskeleton \[[@B97-ijms-20-01576]\]. Further, actin filaments and their associated FA complexes act as mechanosensors to transduce the strength of external forces along the actin filaments network into biochemical signaling. This signal transduction rises a series of cellular responses including cell migration to harmonize the cell status and the surrounding ECM, and facilitate metastasis \[[@B98-ijms-20-01576],[@B99-ijms-20-01576],[@B100-ijms-20-01576],[@B101-ijms-20-01576],[@B102-ijms-20-01576]\]. YAP1 has been shown as an essential sensor and responder between tumor cells and their microenvironment. To unravel the comprehensive role of Hippo pathway in matrix stiffness mediated tumorigenesis, the molecular network of actin cytoskeleton regulation and YAP1 localization remains to be further investigation.

3.2. Cell Density {#sec3dot2-ijms-20-01576}
-----------------

In addition to the stiffness generated by matrix substrates, the cell density also exerts mechanical stimulation on cellular activities. Hippo signaling pathway is well-recognized as one of the major pathways correlated to cell density \[[@B11-ijms-20-01576]\]. In adult mammalian epithelial cells, the growth ability is impaired under high cell density, which is known as cell--cell contact inhibition. The transcription-promoting role of YAP1 is inhibited under high cell density, mainly due to the activation of the upstream tumor suppressive kinases \[[@B103-ijms-20-01576]\]. In malignant tumor, cells continuously grow by resisting contact inhibition and the Hippo signaling is found dysfunctional. Overexpressed YAP1 and nuclear accumulated YAP1 in turn regulate gene expression to promote cell proliferation \[[@B20-ijms-20-01576],[@B104-ijms-20-01576]\]. Overcoming contact inhibition is one of the distinctive properties of malignant transformation in cancer cells. How malignant cells sense and respond to the density changes is still under investigation and discussion \[[@B105-ijms-20-01576]\]. Downregulated miRNAs may partially contribute to the accumulation of YAP1. For an instance, a cell density sensitive miRNA named miR-590-5p was shown down-regulated in GC cells and its binding site at YAP1 3'UTR was identified in colorectal cancer \[[@B106-ijms-20-01576],[@B107-ijms-20-01576]\]. Hopefully, illustrating the aberrant activation mechanisms of YAP1 in malignant cells may unveil the cell contact influence on Hippo pathway.

Although the malignant cells can bypass cell contact inhibition, cancer cells are still sensitive to cell density. It has been identified that common cancer cell lines show less propensity of vascular invasion in vitro and metastasis in vivo under high density, while the invasiveness is augmented in a low cell density situation. Regard to this finding, the expression level of E-cadherin is upregulated and Hippo pathway is activated in high density condition. However, low cell density decreases E-cadherin, but increases cytokine secretion and nuclear YAP1 accumulation \[[@B108-ijms-20-01576]\]. Cell density increases actin polymerization except for the cells with undetectable YAP1 expression. In GC cells, a recent report indicates that ARHGAP29, a downstream target of YAP1, destabilizes F-actin into globular actin (G-actin) by suppressing a RhoA dependent pathway \[[@B109-ijms-20-01576]\]. Taken together, YAP1 is highly expressed and activated in GC cells, promoting cell proliferation to breakthrough contact inhibition. In addition, YAP1 abundance also benefits vascular invasion by triggering malignant transformation and cytoskeleton rearrangement.

3.3. Shear Stress {#sec3dot3-ijms-20-01576}
-----------------

Shear stress is also one of the mechanical forces in the lumen of lymphatics and vessels, affecting the circulating cancer cell and immune cell adhesion. The flow force influences multiple characters of solid tumor cells, including the surrounding concentrations of cytokines and chemokines, transportation of tumor antigens and chemo-agents \[[@B110-ijms-20-01576]\]. How flow forces affect intracellular activities in tumors have not been fully identified. In a recent study, lymphatic fluid guides transportation of aggressive tumor cells towards lymph nodes and facilitates metastasis \[[@B41-ijms-20-01576]\]. This study verified that the expression of 36 genes was altered by the activation of YAP1 under shear stress. Most of these genes are previously found contributing to cell migration, invasion, adhesion, angiogenesis, and lamellipodia/filopodia formation by in vitro and in vivo studies \[[@B111-ijms-20-01576],[@B112-ijms-20-01576],[@B113-ijms-20-01576]\]. Although the functional role of shear stress in tumor growth and metastasis has not been fully clarified, the activation of YAP1 may be considered as a key point for understanding the comprehensive mechanism and identifying novel therapeutic strategies.

4. Cytoskeleton Remodeling Regulates YAP1 Localization in Solid Tumors Including GC {#sec4-ijms-20-01576}
===================================================================================

Mechanical cues from microenvironment manipulate cell growth and metastasis mainly through the cytoskeleton remodeling \[[@B114-ijms-20-01576]\]. Hippo signaling displays a dominant role in modulating cytoskeleton changes. It crosstalks with related signaling pathways as well as some surface receptors and cytoplasmic proteins \[[@B79-ijms-20-01576]\]. Located in the cell membrane, tight and adherent junctional proteins are upstream activators of Hippo pathway and negatively regulate YAP1 nuclear translocation \[[@B12-ijms-20-01576],[@B80-ijms-20-01576]\]. A recent study demonstrated that increase of ECM density leads to the dissociation of the membranous E-cadherin/β-catenin complex. The released β-catenin is translocated into the nucleus to cooperate with YAP1 in triggering GC cell proliferation, EMT, and chemotherapy resistance. Moreover, it was proposed that cell-ECM interaction relies on integrin signaling and phosphorylation of focal adhesion kinases (FAK), while cell--cell adhesion requires the E-cadherin/β-catenin complex \[[@B115-ijms-20-01576]\]. Focal adhesions (FAs) are dynamic membrane structures that perceive mechanical signals and bridge the integrin-ECM and cytoskeleton \[[@B116-ijms-20-01576]\]. The Hippo signaling pathway was shown to be modulated by the integrin-FA cascade \[[@B117-ijms-20-01576]\]. FAK mediates the SRC activation, which subsequently counteracts the phosphorylation of LATS and increases nuclear accumulation of YAP1. PI3K-PDK1 exerts important role in this regulatory axis. In tumorigenesis, the functional role of SRC in regulating YAP1 was validated by a recent study \[[@B118-ijms-20-01576]\]. The integrin-SRC signaling plays a dominant role in recruiting YAP1 into the nuclei. It is reported that the Enigma family proteins interacts with F-actin polymers in Integrin-FAs cascade to promote YAP1 activation by SRC kinases under mechanical stretch \[[@B119-ijms-20-01576]\]. To some extent, this finding fills the gap between integrin-FA-SRC cascade and the nuclear translocation of YAP1 in mechanotransduction. However, more evidence is still needed to verify these regulatory mechanisms during gastric tumorigenesis.

G-protein coupled receptors (GPCRs) cascade also contribute significant role in regulating the actin dynamics and cytoskeleton rearrangement in response to the mechanical stress. GPCRs can differentially control the Hippo signaling pathway by promoting or blocking of actin polymerization, which is the central regulator of Hippo-YAP1 pathway \[[@B120-ijms-20-01576],[@B121-ijms-20-01576]\]. GPCRs bind to Gα12/13, Gαq/11, and Gαi/o to transduce extracellular signals through Rho activation and actin polymerization. This cascade induces YAP1 activation by inhibiting LATS kinases. On the opposite, GPCRs can also bind with Gαs to activate the cAMP-PKA signaling pathway. This reinforces the effect of Hippo kinases and quench YAP1 in the cytoplasm \[[@B122-ijms-20-01576]\]. The effect of GPCRs on YAP1 nuclear translocation might be Hippo kinase independent as well, although the evidence is insufficient currently \[[@B123-ijms-20-01576]\]. As an important upstream regulator of the Hippo-YAP1 pathway, it is necessary to investigate the potential involvement of GPCR signaling in the GC progression.

As mentioned by previous studies, YAP1 initiates gastric carcinogenesis. It also functions as a mechanical sensor and responder in many kinds of solid tumors. The alteration of cytoskeleton and cytoskeleton-associated proteins enable cancer cells to resist chemotherapy and facilitate its metastasis to distant sites \[[@B124-ijms-20-01576],[@B125-ijms-20-01576]\]. Elucidating the underlying functional roles of these proteins may shed light on novel therapeutic strategies. Rho family GTPases are small G proteins that connect membrane receptors and the associated signaling processes, including Integrin-FA-SRC signaling, GPCR-G protein signaling, and actin cytoskeleton rearrangement \[[@B126-ijms-20-01576]\]. Rho family GTPases are required for tumor transformation, proliferation, invasion, metastasis, and angiogenesis \[[@B127-ijms-20-01576],[@B128-ijms-20-01576],[@B129-ijms-20-01576]\]. The mRNA expression of several Rho-GTPase members was found significantly upregulated in GC patients and cell lines \[[@B130-ijms-20-01576]\]. RhoA, Rac1 and Cdc42 are the three major family members of these upregulated Rho-GTPases \[[@B131-ijms-20-01576]\]. They control the activity of YAP1 via a LATS kinase independent manner and regulate actin dynamics in cancer cells \[[@B13-ijms-20-01576],[@B79-ijms-20-01576]\]. An early study indicated that RhoA/ROCK signaling pathway facilitates the invasion ability of scirrhous gastric carcinoma cells by increasing the activity of Rac \[[@B132-ijms-20-01576]\]. Similarly, gain of function mutation of RhoA was identified in poor prognosis diffuse type of GC \[[@B133-ijms-20-01576]\]. Rho-GTPases obviously play significant roles in gastric carcinogenesis. In addition, the dynamics of actin cytoskeleton are dominantly regulated by Rho-GTPases. Rho stimulates the assembly of contractile actin stress fibers by triggering downstream effectors, while Rac and Cdc42 promote the of F-actin networks \[[@B134-ijms-20-01576]\]. Rho is considered to be a stronger and more stringent regulator for YAP/TAZ activity than Rac and Cdc42 \[[@B135-ijms-20-01576]\]. Meanwhile, inhibiting ROCK also obstructs the nuclear translocation of YAP1 \[[@B85-ijms-20-01576]\]. Evidence indicates F-actin cytoskeleton intermediates the mechanical signals and the YAP1 activity. In general, the reorganization of F-actin includes polymerization and depolymerization. These two processes engage in morphologic transformation to increase motility of the cancer cells \[[@B136-ijms-20-01576]\]. In our previous study, we observed disorganization of F-actin and reduced EMT in GC cell lines when knocking down the Slit-Robo GTPase-activating protein (SRGAP1), which is a GAP for Rho-GTPases \[[@B137-ijms-20-01576]\]. In colorectal cancer, RASAL2, which encodes a RAS-GTPase-activating protein (RAS-GAP), functions as an independent factor for prognosis. This study also demonstrated the oncogenic role of RASAL2 by targeting LATS2/YAP1 axis of Hippo pathway \[[@B138-ijms-20-01576]\]. The stability of F-actin also correlates with YAP1. As reported, actin capping protein CAP-Z and severing proteins Cofilin and Gelsolin work coordinately to stabilize the F-actin architecture and modulate YAP nuclear translocation \[[@B120-ijms-20-01576]\]. Moreover, suppression of the RhoA-LIMK-Cofilin pathway leads to depolymerization of F-actin and decreases the GC cell motility. This report provides new insight into the functional role of YAP in metastasis by regulating actin dynamics \[[@B109-ijms-20-01576]\].

Based on the latest reports, the overall regulation of mechanical signaling and cytoskeleton rearrangement on YAP1 has been proposed, as shown in [Figure 1](#ijms-20-01576-f001){ref-type="fig"}.

5. Conclusions and Future Directions {#sec5-ijms-20-01576}
====================================

Hippo signaling pathway is necessary to maintain the homeostasis of gastric and other gastrointestinal organs. Deregulation of Hippo kinases is associated with tumorigenicity including gastric adenocarcinoma through hyperactivation of YAP1/TAZ. Apart from that, emerging microenvironment factors, intracellular components and the structure of cytoskeleton also impact on the translocation of YAP1 through a mechanical transduction mechanism. This point has attracted more and more research interests. In GC, the tumor thickness and increased stiffness of tumor surrounding wall exert mechanical inputs on the microenvironment and cells. This will lead to the inactivation of Hippo pathway to activate YAP1/TAZ subsequently.

Activating the Hippo pathway is considered to be a promising anti-tumor therapeutic strategy. Suppressing YAP1-TEAD activity is the main philosophy. However, drugs targeting YAP1 are still limited in number and the efficacies are not yet satisfactory. Verteporfin (VP) is a small-molecule inhibitor of YAP1 that directly disrupts the YAP1-TEAD interaction in mammals. VP has been shown to inhibit cell growth in vitro, but its anti-tumor efficacy needs further clinical verification \[[@B139-ijms-20-01576]\]. More importantly, since Hippo signaling is a central hub of various signaling pathways, targeting the related crosstalked signaling pathways as combinational therapy is a preferable strategy. For example, GPCRs and G proteins function as key transducers of extracellular molecules which regulate Hippo pathway. Activating GPCR-cAMP-PKA signaling can reinforce Hippo pathway to suppress YAP1-TEAD activity. In primary GC samples, mutation of GPCRs are frequently detected in advance-stage tumors. In this regard, the GPCR-Hippo signaling crosstalk might be proposed as a promising therapeutic target \[[@B140-ijms-20-01576]\].

Nevertheless, the Hippo-YAP1 signaling pathway is just part of the regulatory framework in gastric tumorigenicity. Several issues need to be addressed in the subsequent studies. Firstly, both tissue regeneration and carcinogenesis require the suppression of Hippo pathway and activation of YAP1/TAZ. The detailed mechanisms of these two processes have not been differentially clarified. Likely, potential positive feedback mechanisms are involved in GC to ensure the continuous nuclear accumulation of YAP1. Secondly, based on different rigidity of substrates, cancer cells develop specific migration modes during metastasis. Thus, tumor cells in different GC subtypes may behave differently. How YAP1/TAZ modulates the cell property and behavior in this process has not been fully determined. Thirdly, the Hippo pathway crosstalks with multiple signaling pathways that are relevant to cell growth, transformation and metastasis. However, little is known about the accurate epigenetic regulation mechanism involved in the microenvironment shaping YAP1. Hopefully, deciphering the functional role of YAP1 in the microenvironment shaping process and revealing how YAP1 interplays with intracellular factors or ECM components to promote tumorigenesis may help to identify more diagnostic markers and therapeutic targets for clinical translation.
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![Proposed mechanical cues regulates Hippo signaling pathway in gastric tumorigenesis. (**A**) Hippo pathway turn on and YAP1 inactivation under soft ECM or high cell density. Cells reside in soft ECM and ECM exerts low mechanical force on gastric cells. Integrin signaling is inactivated. RAP2/ARHGAP29 axis activates MST1/2 and LATS1/2, as well as other Hippo pathway components. The GPCR/Gαs directly phosphorylates LATS1/2 via a cAMP/PKA dependent manner. Mechanical force also triggers SWI/SNF activation in the nucleus to bind with YAP1, preventing the interaction between YAP1 and TEADs. Meanwhile, under high cell density, E-cadherin/β-catenin and α-catenin bind on the junctional proteins, mediating AMOT and 14-3-3 to quench YAP1. Due to the activation of Hippo pathway, YAP1/TAZ is retained in the cytoplasm and undergoes further degradation. Transcription activity of TEADs is thus suppressed. Moreover, the activation of RhoA and formation of F-actin fibers are abrogated by ARHGAP29 in a Hippo pathway independent manner. (**B**) Hippo pathway turn off and YAP1 activation under rigid ECM, low cell density, and shear stress. Rigid ECM causes the activation of integrin signaling and promotes the assembly of FA/SRC complex. Rho-GTPases facilitate the polymerization of F-actin cytoskeleton. F-actin guides the nuclear translocation of YAP1/TAZ. Besides, ligands bind to GPCRs to recruit downstream G proteins, Gα12/13, Gαq/11, and Gαi/o. Through Rho-GTPases, GPCR signaling suppresses the functional role of Hippo pathway and increase YAP1/TAZ nuclear translocation. Overexpressed YAP1/TAZ and the downstream effectors promote GC cell grow, metastasis, and drug resistance. Production of MMPs are increased, further enhancing ECM rigidity. Low cell density enables the cytokine secretion which is required for vascular invasion. Shear stress also leads to the accumulation of cytokines for metastasis and lymph nodes transportation. Verteporfin has been proved as a prominent small molecule targeting YAP1-TEAD and inhibiting tumorigenicity. ECM, extracellular matrix; FA, focal adhesion; TJ, tight junction; AJ, adherent junction; MMP, matrix metalloproteinases.](ijms-20-01576-g001){#ijms-20-01576-f001}
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Main components and properties of Hippo pathway.

  Core Components   Properties                                                                                           References
  ----------------- ---------------------------------------------------------------------------------------------------- --------------------------------------------------------------------
  MST1/2            Activated by cellular stressors and represent tumor suppressor function                              \[[@B17-ijms-20-01576]\]
  SAV1              A scaffold protein of MST1/2. Phosphorylation of SAV1 activates of LATS1/2                           \[[@B33-ijms-20-01576]\]
  MOB1              Binds to MST2 and activates LATS1                                                                    \[[@B18-ijms-20-01576]\]
  LATS1/2           Activated by MST1/2 and represents tumor suppressor function                                         \[[@B17-ijms-20-01576]\]
  AMOT              Directly interacts with YAP1 and confines its nuclear translocation                                  \[[@B36-ijms-20-01576]\]
  YAP1              Negative downstream effector of Hippo pathway and plays an oncogenic role in driving tumorigenesis   \[[@B20-ijms-20-01576]\]
  TAZ1              A paralog of YAP1 and shares similar function of YAP1                                                \[[@B21-ijms-20-01576]\]
  TEAD1-4           Transcription factors and cooperate with YAP1/TAZ                                                    \[[@B22-ijms-20-01576],[@B23-ijms-20-01576],[@B24-ijms-20-01576]\]
